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The underlined sequences show enzyme digestion sites. Sequence in bold designates the TOPO-compatible sequence.
qRT-PCR: quantitative real-time PCR; RNAi: RNA interference; 1: fragment 1; 2: fragment 2; ISH: in situ hybridization; F: forward; R: reverse.
Notes S1 GUS staining in mature embryos. Strong GUS staining was detected in the basal part of mature embryos within 6 hours incubation in GUS solution and showed a rapid diffusion into the surrounding tissues. The upper part of the embryo showed no GUS staining after 24h incubation (see figure NS1 ). In order to determine if the strong GUS activity in the basal part of the embryos really reflected a high expression of PaWOX3 the embryos were divided into two parts and were designated as upper part (including SAM and cotyledons) and basal part (including RAM and root cap). The mRNA abundance of PaWOX3 in the upper and basal part of the embryos was analyzed by qRT-PCR. The mRNA level of PaWOX3 was very low in the basal part (see figure   NS1 ). It is unclear why the GUS staining and the steady-state mRNA levels of PaWOX3 do not spatially coincide. However, since we have observed similar strong GUS staining in the basal part of mature embryos using different promoters we assume that the GUS signal in the basal part of the embryo is unspecific. This discrepancy might indicate that the GUS expression in the basal part of the embryo is not reliable. Intrinsic GUS activity in mature embryos should be disregarded as no GUS staining could be detected in the U-control. To avoid GUS diffusion, the basal part of the embryo was removed and the incubation time in GUS solution was extended to 72 h, which made it possible to detect GUS signal from the upper part of the embryo. 
Fig. S2
Developmental pathways of normal and PaWOX3i embryos. The development of 50 randomly selected embryos (LE1s) from each line was tracked for 12 days. The LEs were sampled after 2 weeks on maturation medium and transferred to fresh maturation medium. Photos are presented for day 1, 3, 5, 8,development (about 80% of the LE1s in the U-control and 65% of the LE1s in all transformed lines); ii) ball-shaped development, in which the embryos lack differentiated cotyledons (about 20% of the LE1s in the U-control and 35% of the LE1s in all transformed lines); and iii) degenerated development, in which embryogenic tissue differentiates from the first selected embryo (1-3% of the LE1s in all lines). Since a similar increase in the frequency of aberrant ball-shaped embryos was observed in all transgenic lines, including the T-control in which the level of PaWOX3 mRNA was similar as in the U-control, we assume that the aberrant development is a consequence of the transformation itself and that the PaWOX3 depletion is not critical for the development of MEs. Scale bar = 100µm. 
